The aim of this work was to adapt described MLVA protocols to the molecular typing and characterization of VTEC O157:H7 isolates from Argentina. Nine VNTR loci were amplified by PCR showing diversity values from 0.49 to 0.73. Nine MLVA profiles were observed and the cluster analysis indicated both unrelated and closely related VTEC O157:H7 strains. In spite of the limited number of isolates studied, the panel of VNTR used made it possible to perform a first approach of the high genetic diversity of native strains of O157:H7 by MLVA.
and chronic kidney failure in children under 5 years of age (12, 20) .
Human infections have been associated with undercooked meat, unpasteurized milk or contamined fruit, vegetables or water (2, 5, 19, 20) and cattle are considered the main reservoir of these strains.
In Argentina, O157:H7 is the serotype most frequently isolated from patients with HUS (50-60% of cases), however a higher proportion of other serotypes has also been isolated in comparison with non-Latin American countries (5, 12, 21) .
At present, pulsed-field gel electrophoresis (PFGE) is the current gold-standard method of genetic fingerprinting for O157:H7 isolates (23) . In spite of the universal implementation of PFGE as a subtyping method and as a foundation of the PulseNet, this technology suffers from some limitations (3, 6, 7, 22) .
The complete sequencing of some bacterial genomes made possible the search for new and highly polymorphic molecular markers, such as VNTRs (Variable Number Tandem Repeats). The analysis of multiple VNTR loci (MLVA) appears as a rapid and specific way to discriminate between different isolates of the same serotype using a simple PCR amplification (11 The objective of the present work was to adapt described MLVA protocols to the molecular typing and characterization of VTEC O157:H7 isolates from Argentina. and O157-37). The allelic range to be amplified in PCR multiplex reactions was also taken into account.
Amplification conditions were modified from the original papers (7, 9, 16 ) and were as follows: two multiplex PCR assays (multiplex I for Vhec2, Vhec4 and Vhec7 loci, and multiplex II for TR3, TR4 and TR7) with annealing temperatures of 50ºC and 56ºC, respectively, and three monoplex assays (TR2, O157-3, O157-37) with annealing temperatures of 53ºC for TR2 and 65ºC for O157-3 and O157-37. PCR products were run in 6% denaturing polyacrylamide gels and detected by silver staining.
The nine VNTRs were amplified with good efficiency in the 15 isolates analyzed and a total of 39 alleles were observed. Twenty five of the observed alleles (64%) 
